Supplementary Figure S1
Bayesian inference for the determination of suitable cluster (K) and the estimated cluster proportion using STRUCTURE for Liriodendron chinense. The log probability L(K) at each K (10 replicates) and ΔK for all the 29 sampled populations (a) and populations in Cluster II (b) to estimate the suitable cluster. The assignment proportion in all the sampled 29 populations (c) and 23 populations in Cluster II (d), each individual was represented by a thin vertical line, which was partitioned into K segments that represent its estimated population group membership fractions.
Supplementary Figure S2
Genetic structure of 29 natural populations of Liriodendron chinense were estimated using TESS. Mean values of the DIC statistics estimated for models with the number of genetic clusters (K) ranging from 2 to 29 suggesting the presence of five clusters (a); Bar plot resulting from TESS when K = 5 (b). Supplementary Table S2 Estimates of genetic variation parameters based on ten cpSSR and eight nSSR loci in the 29 Liriodendron chinense populations, and genetic diversity comparison between central and peripheral populations. 
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